SEQUENCE LISTING 



<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 1 
<211> 4706 
<212> DNA 

<213> Rattus Norvegicus 
<220> 

<400> HARE CDNA 



"JCTTTACCAA 


GTCTACTCAC 


CCGTCTGGAG 


CAGAXGCGGb 


TAPTTATTPPTAT 


TTTPPPAPPT 


60 


§ACATTATTC ATTACAACCT 


GGCAAGTGCA 


-n m fi i\ rn rn 

ATCGAGTCIG 


GAGAX GG I X/i 


TEtPTPTPTTP 


120 


'■jgTGCCAAACA 


ATGAAGCCAT 


CGAAAACTAT 


ATCAGGGAGA 


AGAAAGGGAG 




_L (J \J 


KAAGATATTC 


TACGGTACCA 


TGTGGTCCTG 


GGGGAAAAGC 


TCCTGAAGAA 


TGACTTGCAT 


240 


J4AACGGCATGC 


ACCGAGAGAC 


CATGCTGGGG 


TTCTCCTACC 


TCCTTGCCTT 


CTTTCTCCGC 


300 


S^ATGACCAGC 


TGTATGTAAA 


TGAAGCTCCA 


ATAAACTACA 


CCAATGTGGC 


CACTGATAAA 


360 


m 

S$GAGTGATCC 


ATGGTCTGGA 


GAAAGTTCTG 


GAAATTCAGA 


AGAACAGATG 


TGACAATAAT 


420 


^GACACCATTA 


TTGTGAGAGG 


GGAGTGTGGA 


AAGTGTTCCC 


AGCAAGCCCC 


CTGCCCACTC 


480 


GAGACAAAAC 


CACTTAGAGA 


GACGAGGAAA 


TGCATCTATT 


CCATCTACTT 


CATGGGGAAG 


540 


AGATCCGTAT 


TCATCGGGTG 


CCAGCCACAG 


TGTGTGAGAA 


C CAT CAT T AC 


AAGAGCCTGC 


600 


TGGCTGGCTT 


CTTTGGCCCA 


CAATGCCAAG 


CCTGCCCCGG 


GAGAGGTCAA 


AATGTGTGCT 


660 


CTGGGAACGG 


CTTCTGTCTG 


GGACGGTGTG 


AATGGCACTG 


GCACGTGCCA 


GTGCGGGCTG 


720 


GGCTTCAATG 


GGACAGCCTG 


TGAAACCTGC 


ACTGAGGGGA 


AGTATGGTAT 


CCACTGCGAC 


780 


CAAGCATGCT 


CTTGTGTCCA 


TGGGAGATGT 


AGCCAAGGAC 


CCTTGGGAGA 


CGGCTCCTGT 


840 


GACTGTGACG 


TCGGCTGGCG 


AGGAGTGAAG 


TGTGACATGG 


AGATCACCAC 


AGACAACTGC 


900 
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AACGGGACCT 


GTCACACCAG 


TGCCAACTGC 


CTTCTGGATC 


CAGACGGCAA 


Abbblbbl bb 


q 

you 


AAATGTGCGG 


CAGGATTCCG 


AGGGAATGGA 


T\ y"*i y— 1 y~i m y*"1 m y~"t /"""H T\ 

ACGGTCTGCA 


CAGCCATCAA 


Tbbbl bl GAb 


1UZU 


ACCAGCAATG 


GAGGATGTTC 


TACAAAGGCC 


GACTGTAAAA 


/-1 TV TV PPTV /"l^f^O 

GAACCACCCC 


AbbAAAbbbb 


XUoU 


GTGTGTGTGT 


GCAAGGCAGG 


CTATACCGGC 


f-i t\ /—1 p t\ rn r~* 

GACGGCATCG 


lblbbbl ibA 


AAlbAAbbbb 


1 1 fl u 


TGTTTGGAGA 


ACCATGGTGG 


CTGTGACAGA 


AATGCAGAGX 


bbAbAbAbAb 


AbbbbbbAAb 




CAGGCCGTCT 


GTAACTGCTT 


GCCGAAGTAC 


AblGGAGAl b 


bAAAbb 1 b 1 b 


blbbbl IfiiL 


1 9 (o0 

± \J u 


AATGTCTGCC 


TAACGAACAA 


TGGCGGCTGC 


AblbbAl lib 


bb X 1 b 1 btM 




_L O \J 


CAAGATCAAA 


GGATATGTAC 


CTGCAAGCCA 


r~' , T\yT , 7\y'APPP 

GAblAbAbbb 


b 1 b/i 1 bbilfi 1 




1 J O W 


GGCAGCATCT 


ACGGGGAGCT 


TCCCAAGAAC 


CCTTCGACGT 


bbbAbl Ab 1 1 


PT'TPPSPT'TP 
b 1 X bbAb lib 


1 440 
± 4 t ± u 


CSAGGAGCATG 


CTGTCCGAGA 


GCTTGCTGGA 


CCTGGCCCCT 


TCACCGTGT1 


bbbbbbX lib 


1 CfjA 


gFCTAGCTCCT 


TCAATCATGA 


GCCCCGGATT 


AAAGACTGGG 


TV m P TV Z^ 1 P TV Z" 1 p /~> 

AT C AGC AGGG 


bbX bAX bX bb 


IOOU 


fgAGGTTCTTC 


GCTATCACGT 


GGTGGGCTGC 


CAGCAGb 1 Gb 


1 bl 1 bbilbilA 


PPTTATAZAliP'T'P 
L-b i/Wlrib 1 0 


1 690 

JL U ^ w 


l&CCACAAGTG 


CCACGACCCT 


CCAAGGAGAG 


CCAbl 1 I bbA 


lbiblblblb 


TPTAPPTiPZlvPT 




sGTGTTCATAA 


ACAATGAGGC 


GAAGGTCCTG 


TbbAbl bAbA 


1 bA 1 bAbb/ib 


bAA X ^jrLrOb? 1 L 


1740 


Jatccacgtta 


TAGACAAGTT 


/— * rn m y^t m /—"i y"i y"i 

GCTGTCTCCC 


AAAAACTTGC 


rn rn t\ mp7\ Pf'PP 

TTA1 bAbbbb 


P7\7\7\P7i r nPPP 
bAAAbAX bbb 


1 800 
J. 0 u w 


Wtgggcaggg 


TTCTGCAAAA 


TCTTACTACA 


GTGGCAGCAA 


AbbAbbbAl A 


X AbbAAAX X b 


1 £90 


^AGCAAGTTGA 


TACAGGACTC 


AGGCTTGCTG 


TCAGTCATCA 


CTGAblbbAl 


PP7\P7\PPPP7A 

bbAbAbbbbA 


1 Q9 0 

_L ^? Z. U 


GTCACTGTCT 


TCTGGCCTAC 


GGACAAAGCC 


CTGGAAGCCT 


TGCCCCCAGA 


bbAbbAbbAb 


1 r' 0 u 


TTCCTGTTCA 


ATCAAGACAA 


CAAGGACAAG 


y^i m y""i t\ -a y t rrn /™h m rn 

CTGAAGTCTT 


tv p rn z^ 1 t\ 7\ rn rn 

ACCTGAAGTT 


Or i 7\PPT l PA r PP 

bbAbbXbAXb 


9 04 0 


CGAGACTCCA 


AGGCTTTAGC 


TTCAGACCTC 


CCCAGGTCTG 


CTTbbl bbAA 


r^APPPTPPTiTi 

bAbbb X bbAA 


910 0 


GGCTCAGAGC 


TGAGTGTGAG 


GTGTGGAACT 


P/T^TV m TV P TV 

GGCAGTGACA 


1 bbbi bAbb 1 


b X X X b X AririL 


9 1 60 


GAACAAATGT 


GCAGATTCAT 


ACACCGGGGA 


CTCTTGTTTG 


ACGTGGGTGT 


GGCCTATGGC 


2220 


ATTGACTGCC 


TACTCATGAA 


TCCTACCCTA 


GGTGGCCGAT 


GTGACACTTT 


TACTACCTTC 


2280 


GATATTCCGG 


GGGAGTGCGG 


AAGTTGCATT 


TTCACTCCCA 


AATGCCCACT 


GAAGAGCAAG 


2340 
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CCAAAGGGCG 


TGAAGAAGAA 


/-i m o rn 7V rtiprri7\ 

GTGIAxbiAb 


i\i\ppppttap 


PTTTPAPPAPt 

W X X X L/nuunu 


GAACGTGGAA 


2400 


GGCTGCCAGA 


ACCTGTGCAC 


CGTGG1 GAIL 


OA 7\ 7\PPPPPZ\ 
bAAAbbbbUA 


PPTPPTPPPA 


TGGTTACTTC 


2460 


ATGCCAGACT 


GTCAGGCCTG 


CCCTGGAGGA 


bbAbAl AbAb 


PPTPT A AP A A 


\_s \J \J \D VJ \^±X -L w 


2520 


TGCCGCGATC 


TGTACACACC 


CAT GGGAbAG 


r nppp r P7A r nppp 
1 bbU 1A1 kj^^ 


AP APPPPPTT 


CAACGGGACA 


2580 


GCCTGCGAGC 


tctgctggca 


1 bbbAbAi 1 1 


PPPPPTPAPT 
UobJ^>0 X \Jt\\^ ± 


PTPAGPPPPG 


CAGCTGCTCC 


2640 


GAGCATGGAC 


agtgtgatga 


GGGGAlbAbA 


bbb lULbbbb 


aptppptptp 


TGAAACAGGG 


2700 


TGGACAGCCG 


cttcgtgtga 


CACTCGLAbA 


PPTPTATTPP 
bb I b X Ax lLb 


P APTPTPPAP 


APCTGCTTGC 


2760 


TCCGTGCACG 


CCACCTGTAC 


rTTlfA 7\ r" 1 7\ 7\ P 

GGAGAAbAAb 


AU blblblbi 


pt A APTTGAA 


CTACGAAGGT 


2820 


GACGGGATCA 


CATGCACAGT 


bblbbAbi lb 


TPP A A A P A Pt A 


APAACGGGGG 


CTGTGCGAAG 


2880 


^TCGCTAAGT 


GCTCCCAGAA 


txppptapppaa 

rib b Ui-iU U U/lri 


PTPTPTTGPA 


GCTGCAAGAA 


AGGCTACAAG 


2940 


Sgggatggct ACAGCTGCAT 


7\P7AP1\TZ\PAP 
AbAbA I AUi-iU 


\_, ^ \> x o x ov^-rxvj 


ACGGTGTCAA 


CGGGGGATGC 


3000 


jfATGAGCACG CCACCTGCAG 


GA1 GAbbbbb 


b b ALrkjOrirvo^ 


ATAAPTGTGA 


ATGTAAAAGT 


3060 


JJactatgtcg 


GGGACGGAGT 


GGACTGIGAb 


bb 1 bAb:UAiaO 


TPPPPPTPPA 


CCGTTGCTTA 


3120 


jt AG GAC AAC G 


GACAGTGCCA 


CCCAGATGbb 


Abb I b I bbALr 


APPTPT APTT 


PCAGGACACG 


3180 


n 

JACCGTAGGAG 


TATTCCATCT 


ACGCTCCCCA 


b 1 bbbbbAb 1 


AP A A APTPAP 


AT TT GAC AAA 


3240 


[feCCAAAGAAG 


CCTGTGCCAA 


AGAAGG 1 bbb 


7\PPL\TAPPPA 


PPTAPAAPPA 


GCTCTCCTAT 


3300 


y3CCCAGAAGG 


CCAAGTATCA 


CCTG1 Gblbb 




TPPAPAGTGG 


GCGGGTTGCC 


3360 


TACCCGACTA 


CGTATGCCTC 


T C AGAAG 1 G 1 


bb 1 ^Urlrlfl^O 


TTPTTPtPPAT 

X X O X X \J\J vJii J. 


CGTAGACTAC 


3420 


GGATCCAGGG 


CCAACAAGAG 


TGAAAlbl bb 


PATPTPTTPT 


PTTAPPGGAT 


GAAAGATGTG 


3480 


AACTGCACCT 


GCAAGGCAGG 


CT ATG1GGGA 


r*7\ r nppp r rTPT 
b/iibbbl Ibl 


PPTPP APTPG 
X u^nu x vJ vj 


GAACCTGCTG 


3540 


CAGGTCCTCA 


TGTCCTTCCC 


CTCGCTCACA 


AAbl IbblbA 


PAPA PPT PPT 
b/ib/ibb 1 bbl 


PPPTTTTTCC 


3600 


AAGAGCTCAG 


CCCGAGGACA 


GGCATTTTTG 


AAACACCTGA 


CTGACCTGTC 


CATCCGTGGC 


3660 


ACCCTGTTTG 


TGCCACAGAA 


CAGTGGGCTA 


CCGGGAAATA 


AGAGCCTGTC 


TGGCCGGGAC 


3720 


ATTGAGCACC 


ACCTCACTAA 


TGTCAACGTC 


TCCTTTTACA 


ATGACCTTGT 


CAATGGTACC 


3780 
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TTTCTGAGGA 


CTATGCTGGG 


AAGbbAAbl b 


P r TP7A r PT T APPT 


TP APPP Afr(^A 


CTAGCTCCAC 


3840 


CAAGAGACCA 


GGTTTGTGGA 


TGGAAGATCb 


Alibi bbAbl 


Kj \j <jr\\^r\ x brlx 


v^/ vj3 v^. \> \_j ^ unn x 


3900 


GGAATCCTCC 


ATATTATTTC 


TGAACC1 lib 


AbAbbl bb 1 b 


PP7APPPP APP 


AArnGCTGCC 


3960 


CACTCTGGCC 


TGGGGACAGG 


TATATTCTbl 


bbbbi ILblLL 


TppTpapTpr; 


TPPPATTGCT 


4020 


CTGGCAGCTT 


ACTCTTACTT 


PPPPPTiTV TV TV O 

Cbbbbl AAAb 


CAbboririCv^rl 


PTPPTTTPPA 


fifGTTTTGAT 


4080 


CAGAAGAGGA 


CATTGATGTC 


TTGGbl 1 1 lb 


r^ATiPPTAPPTA 
bLHflbbnbbn 


PPPP A AP A AT 


ATCGCAAACC 


4140 


CTCTGTATGA 


GACCTCAGCG 


bbbbbAbbbb 


K^i\\3t\\3 x 1 b 


pTPTPArrrr 


TTCACAGACC 


4200 


CTGGAGAACA 


GGATCTGbAb 


r , 7\r*7\ppp7APP 


PTPTPPPPPP 


ACTGCGGTCC 


TGACATGAGA 


4260 


AGCCAGCAAG 


CAACCACAGT 






CAGCCCCAGC 


TGTCTCATGG 


4320 


..ATCAGTTGTT 


TTAAAGAATG 


7\p7\7\p7aptp7a 
Ab AAb Ab 1 b A 


TA APPP APPC 


ATACCTCACC 


CTTCTGGTTA 


4380 


%TCTGGGATT GTCGCCAGGG 

m 


CTAAbbAbbb 


Albl ibbblb 


PAT ATTTGGG 


GGACCTCCAC 


4440 


JtTCCTCTGAG 


CCTATACCGT 


GGTTCTCTCA 


rrnrTipp'A m 7\ rnp 

CTlbbAlAlb 


PTPPTTPPTP 
bi X bb 1 1 bib? 1 b 


TPTTPTGrrr 


4500 


JH'CTCTTGTAC 

yj 


CCACAAACTG 


TGACTCTGTG 


ptattctcct 

\J X -Tl X X X w _L 


ATTGACGTAA 


GCACCAAAGG 


4560 


HbGGGGCTTCA 


CCTCTTATGT 


TCTGTATTCC 


AGTACCCAGA 


AGTACCTGCC 


Ab Ab A 1 b 1 b 1 




icTCAATAAA TGTTTTGGGA ACAAAATAAA 


GAAGGCACTG 


TGTACCTAGA 


AGGTGTCAAA 


4680 


JJtTATGAAAGC AAAAAAAAAA 


AAAAAA 








4706 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 2 
<211> 1431 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE protein 



Ser Leu Pro Ser Leu Leu Thr Arg Leu Glu Gin Met Pro Asp Tyr Ser Iso Phe Arg 
15 10 15 

Sly Tyr Iso Iso His Tyr Asn Leu Ala Ser Ala Iso Glu Ser Ala Asp Ala Tyr Thr 
MO 25 30 35 



Sal Phe Val Pro Asn Asn Glu Ala Iso Glu Asn Tyr Iso Arg Glu Lys Lys Ala 
i 40 45 50 55 

5hr Ser Leu Lys Glu Asp Iso Leu Arg Tyr His Val Val Leu Gly 
J 60 65 70 

Jfelu Lys Leu Leu Lys Asn Asp Leu His Asn Gly Met His Arg Glu Thr Met 

m 75 80 85 



ieu Gly Phe Ser Tyr Leu Leu Ala Phe Phe Leu Arg Asn Asp Gin Leu Tyr Val Asn 
90 95 100 105 

Glu Ala Pro Iso Asn Tyr Thr Asn Val Ala Thr Asp Lys Gly Val Iso His Gly Leu 
110 115 120 125 

Glu Lys Val Leu Glu Iso Gin Lys Asn Arg Cys Asp Asn Asn Asp Thr Iso Iso Val 
130 135 140 145 

Arg Gly Glu Cys Gly Lys Cys Ser Gin Gin Ala Pro Cys Pro Leu Glu Thr Lys Pro 

150 155 160 

Leu Arg Glu Thr Arg Lys Cys Iso Tyr Ser Iso Tyr Phe Met Gly Lys Arg Ser Val 
165 170 175 180 
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Phe Iso Gly Cys 
185 



Gin Pro 



Ala Ser Leu Ala His Asn 
205 



Gin Cys 
190 

Ala Lys 
210 



Gly Thr Ala Ser 
225 

Gly Phe Asn Gly 



Val Trp Asp Gly 
Cys Glu 



Asp Gin Ala Cys 
260 

Ser Cys Asp Cys 
280 

Asp Asn Cys Asn 
0 300 

Oiys Ala Ser Cys 
£ 320 

flso Asn Ala Cys 



*Thr Thr Pro Gly 

Cfe55 



Thr Ala 
245 

Ser Cys 
265 

Asp Val 
Gly Thr 
Lys Cys 



Val Arg 



Pro Ala 



Val Asn 

230 

Thr Cys 
250 



Val His Gly Arg 
Arg Gly 



Glu Thr 
340 

Asn Arg 
360 



Gly Trp 
285 

Cys His 
305 

Ala Ala 



Ser Asn 



Thr Ser 



Gly Phe 
325 

Gly Gly 
345 



Val Cys Val Cys 



Rl/al Cys Leu Glu Iso Asn 

111 375 



Hsiu Cys Thr Gin 
395 

Gly Asp Gly Lys 
415 

Ser Pro Phe Ala 



Pro Asp Tyr Thr 
450 



Thr Gly 
Val Cys 



Phe Cys 
435 

Gly Asp 
455 



Pro Cys 
380 

Pro Asn 
400 

Ser Leu 



Leu Glu 



Gin Ala 



Iso Asn 
420 



Thr Glu 
440 



Asn Tyr 
Gly Iso Val Cys 



Thr Iso Iso 
195 

Pro Gly Glu 
215 

Gly Thr Gly 

Thr Glu Gly 

Cys Ser Gin 
270 

Val Lys Cys 
290 

Ala Asn Cys 
310 

Arg Gly Asn 

Cys Ser Thr 

Lys Ala Gly 
365 

Asn His Gly 
385 

Val Cys Asn 
405 

Val Cys Leu 
Gin Asp Gin 



Lys Asn Pro Ser Thr Ser 
470 



Gin Tyr 
475 



Phe Phe 



Arg Gly Ser 
460 

Gin Leu Gin 
480 



Thr Arg Ala Cys Trp Leu 
200 

Val Lys Met Cys Ala Leu 

220 

Thr Cys Gin Cys Gly Leu 
235 240 

Lys Tyr Gly Iso His Cys 
255 

Gly Pro Leu Gly Asp Gly 
275 

Asp Met Glu Iso Thr Thr 
295 

Leu Leu Asp Pro Asp Gly 

315 

Gly Thr Val Cys Thr Ala 
330 335 

Lys Ala Asp Cys Lys Arg 
350 

Tyr Thr Gly Asp Gly Iso 
370 

Gly Cys Asp Arg Asn Ala 
390 

Cys Leu Pro Lys Tyr Thr 

410 

Thr Asn Asn Gly Gly Cys 
425 430 

Arg Iso Cys Thr Cys Lys 
445 

Iso Tyr Gly Glu Leu Pro 
465 

Glu His Ala Val Arg Glu 
485 
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Leu Ala Gly Pro Gly Pro Phe Thr Val Phe Ala Pro Leu Ser Ser Ser Phe Asn His 
490 495 500 505 

Glu Pro Arg Iso Lys Asp Trp Asp Gin Gin Gly Leu Met Ser Gin Val Leu Arg Tyr 
510 515 520 525 

His Val Val Gly Cys Gin Gin Leu Leu Leu Asp Asn Leu Lys Val Thr Thr Ser Ala 

530 535 540 

Thr Thr Leu Gin Gly Glu Pro Val Ser Iso Ser Val Ser Gin Asp Thr Val Phe Iso 
545 550 555 560 

Asn Asn Glu Ala Lys Val Leu Ser Ser Asp Iso Iso Ser Thr Asn Gly Val Iso His 

565 570 575 580 

Val Iso Asp Lys Leu Leu Ser Pro Lys Asn Leu Leu Iso Thr Pro Lys Asp Ala Leu 
585 590 595 600 

Gly Arq Val Leu Gin Asn Leu Thr Thr Val Ala Ala Asn His Gly Tyr Thr Lys Phe 
m 605 610 615 620 

S|er Lys Leu Iso Gin Asp Ser Gly Leu Leu Ser Val Iso Thr Asp Ser Iso His Thr 

£ 625 630 635 

#ro Val Thr Val Phe Trp Pro Thr Asp Lys Ala Leu Glu Ala Leu Pro Pro Glu Gin 

h£4Q 645 650 655 



~Gln Asp Phe Leu Phe Asn Gin Asp Asn Lys Asp Lys Leu Lys Ser Tyr Leu Lys Phe 
O 660 665 670 675 



Hllis Val Iso Arg Asp Ser Lys Ala Leu Ala Ser Asp Leu Pro Arg Ser Ala Ser Trp 
m 685 690 695 



680 



!*Lys Thr Leu Gin Gly Ser Glu Leu Ser Val Arg Cys Gly Thr Gly Ser Asp Iso Gly 
700 705 710 715 

Glu Leu Phe Leu Asn Glu Gin Met Cys Arg Phe Iso His Arg Gly Leu Leu Phe Asp 

720 725 730 

Val Gly Val Ala Tyr Gly Iso Asp Cys Leu Leu Met Asn Pro Thr Leu Gly Gly Arg 
735 740 745 750 

Cys Asp Thr Phe Thr Thr Phe Asp Iso Pro Gly Glu Cys Gly Ser Cys Iso Phe Thr 
755 760 765 770 

Pro Lys Cys Pro Leu Lys Ser Lys Pro Lys Gly Val Lys Lys Lys Cys Iso Tyr Asn 
775 780 785 790 
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Pro Leu Pro Phe Arg Arg Asn Val Glu Gly Cys Gin Asn Leu Cys Thr Val Val Iso 
795 800 805 810 

Gin Thr Pro Arg Cys Cys His Gly Tyr Phe Met Pro Asp Cys Gin Ala Cys Pro Gly 

815 820 825 

Gly Pro Asp Thr Pro Cys Asn Asn Arg Gly Met Cys Arg Asp Leu Tyr Thr Pro Met 
830 835 840 845 

Gly Gin Cys Leu Cys His Thr Gly Phe Asn Gly Thr Ala Cys Glu Leu Cys Trp His 
850 855 860 865 

Gly Arg Phe Gly Pro Asp Cys Gin Pro Arg Ser Cys Ser Glu His Gly Gin Cys Asp 
870 875 880 885 

Glu Gly Iso Thr Gly Ser Gly Glu Cys Leu Cys Glu Thr Gly Trp Thr Ala Ala Ser 
890 895 900 905 

Cys Asp Thr Pro Thr Ala Val Phe Ala Val Cys Thr Pro Ala Cys Ser Val His Ala 
q 910 915 920 

Shr Cys Thr Glu Asn Asn Thr Cys Val Cys Asn Leu Asn Tyr Glu Gly Asp Gly Iso 
125 930 935 940 

■5 

•Shr Cys Thr Val Val Asp Phe Cys Lys Gin Asn Asn Gly Gly Cys Ala Lys Val Ala 
ij 945 950 955 960 

•Lys Cys Ser Gin Lys Gly Thr Gin Val Ser Cys Ser Cys Lys Lys Gly Tyr Lys Gly 
0 965 970 975 980 

iksp Gly Tyr Ser Cys Iso Glu Iso Asp Pro Cys Ala Asp Gly Val Asn Gly Gly Cys 
in oo C 990 995 1000 



985 



fiiis Glu His Ala Thr Cys Arg Met Thr Gly Pro Gly Lys His Lys Cys Glu Cys Lys 

1005 1010 1015 

Ser His Tyr Val Gly Asp Gly Val Asp Cys Glu Pro Glu Gin Leu Pro Leu Asp Arg 
1020 1025 1030 1035 

Cys Leu Gin Asp Asn Gly Gin Cys His Pro Asp Ala Ser Cys Ala Asp Leu Tyr Phe 
1040 1045 1050 1055 

Gin Asp Thr Thr Val Gly Val Phe His Leu Arg Ser Pro Leu Gly Gin Tyr Lys Leu 



1060 



1065 



1070 



1075 



Thr Phe Asp Lys Ala Lys Glu Ala Cys Ala Lys Glu Ala Ala Thr Iso Ala Thr Tyr 
1080 1085 1090 1095 
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Asn Gin Leu Ser Tyr Ala Gin Lys Ala Lys Tyr His Leu Cys Ser Ala Gly Trp Leu 

1100 1105 1110 

Glu Ser Gly Arg Val Ala Tyr Pro Thr Thr Tyr Ala Ser Gin Lys Cys Gly Ala Asn 
1115 1120 1125 1130 

Val Val Gly Iso Val Asp Tyr Gly Ser Arg Ala Asn Lys Ser Glu Met Trp Asp Val 
1135 1140 1145 1150 

Phe Cys Tyr Arg Met Lys Asp Val Asn Cys Thr Cys Lys Ala Gly Tyr Val Gly Asp 
1155 1160 1165 1170 

Gly Phe Ser Cys Ser Gly Asn Leu Leu Gin Val Leu Met Ser Phe Pro Ser Leu Thr 
1175 1180 1185 1190 

Asn Phe Leu Thr Glu Val Leu Ala Phe Ser Lys Ser Ser Ala Arg Gly Gin Ala Phe 

1195 1200 1205 

Leu Lys His Leu Thr Asp Leu Ser Iso Arg Gly Thr Leu Phe Val Pro Gin Asn Ser 
^210 1215 1220 • 1225 

OJly Leu Pro Gly Asn Lys Ser Leu Ser Gly Arg Asp Iso Glu His His Leu Thr Asn 
*■ 1230 1235 1240 1245 

#al Asn Val Ser Phe Tyr Asn Asp Leu Val Asn Gly Thr Phe Leu Arg Thr Met Leu 
m 1250 1255 1260 1265 

e £ly Ser Gin Leu Leu Iso Thr Phe Ser Gin Asp Gin Leu His Gin Glu Thr Arg Phe 
D 1270 1275 1280 1285 

%al Asp Gly Arg Ser Iso Leu Gin Trp Asp Iso Iso Ala Ala Asn Gly Iso Leu His 
2 1290 1295 1300 

*"*Iso Iso Ser Glu Pro Leu Arg Ala Pro Pro Thr Ala Ala Thr Ala Ala His Ser Gly 
1305 1310 1315 1320 

Leu Gly Thr Gly Iso Phe Cys Ala Val Val Leu Val Thr Gly Ala Iso Ala Leu Ala 
1325 1330 1335 1340 

Ala Tyr Ser Tyr Phe Arg Leu Lys Gin Arg Thr Thr Gly Phe Gin Arg Phe Asp Gin 
1345 1350 1355 1360 

Lys Arg Thr Leu Met Ser Trp Leu Leu Ala Ser Ser Ser Pro Arg Iso Ser Gin Thr 
1365 1370 1375 1380 

Leu Cys Met Arg Pro Gin Arg Arg His Pro Gin Ser Pro Pro Val Thr Pro Ser Gin 

1385 1390 1395 
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Thr Leu Glu Asn Arg Iso Trp Arg Thr Ala Thr Leu Trp Gly His Cys Gly Pro Asp 
1400 1405 1410 1415 



Met Arg Ser Gin Gin Ala Thr Thr Val Thr Val Pro Arg 
1420 1425 1430 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 3 
<211> 20 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer 208F 



CCNTTYACNG TNTTYGCICC 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocyt 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 4 
<211> 21 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer GSP-GT8 1R 



GGCATACGTA GTCGGGTAGG C 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 

<210> 5 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer BAB IF 



TCAATATAAT CTGGCGAATG CAAT 24 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 

<210> 6 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer 8R 



GGTGCCAGCT GAAGAGTACA A 21 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 

<210> 7 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer HSP2R 



AGTTCCGAAT GGGCAGGTCA GCTC 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 8 
<211> 6 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE peptide GT-68 



Pro Leu Gly Gin Tyr Lys 
1 5 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 9 
<211> 10 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE Peptide GT-81 



Ala Tyr Pro Thr Thr Tyr Ala Ser Gin Lys 
1 5 10 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 10 
<211> 16 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE peptide GT-123 



Val Leu Gin Asp Leu Thr Thr Val Ala Ala Asn His Gly Tyr Thr Lys 
15 10 15 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 11 
<211> 18 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE peptide GT-139 



Gin Leu Tyr Val Asn Glu Ala Pro Iso Asp Tyr Thr Asn Val Ala Thr Asp Lys 
15 10 15 



ill 



5 r&ii 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 12 
<211> 22 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE peptide GT-208 



Leu Ala Gly Pro Gly Pro Phe Thr Val Phe Ala Pro Leu Ser Ser Ser Phe Asn His 
15 10 15 

■%Slu Pro Arg 

mo 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 13 
<211> 12 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE peptide 1 



Asp Iso Leu Arg Tyr His Val Val Leu Gly Glu Lys 
15 10 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 14 
<211> 6 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE peptide 3 



Val Leu Glu Iso Gin Lys 
1 5 



1 = 1 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 15 
<211> 17 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE peptide 5 

Leu Glu Ala Leu Pro Glu Gin Gin Asp Phe Leu Phe Asn Gin Asp Asn Lys 
15 10 15 



m 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytos 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 16 
<211> 20 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer 123R 



TAICCRTGRT TNGCNGCNAC 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 17 
<211> 20 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer 123F 



GTNGCNGCNA AYCAYGGITA 20 



n 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820. 603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 18 
<211> 20 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer 81R 



GCRTAIGTNG TNGGRTANGC 2 0 



n 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocyt 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 19 
<211> 21 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer GSP-1R 



CTCCAAACAC GGGTTGATTT C 




M: \OU\5820\5820.603\SEQUENCES.wpd 



165 



<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 20 
<211> 21 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer GSP-2R 



TGGGGTGGTT CTTTTACAGT C 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 
<130> 5820.603 y 
<140> Not Yet Assigned 
<141> Herewith 
<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 21 
<211> 30 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer GSP-5F (EcoRI) 



TGGTGGAATT CTTTACCAAG TCTACTCACC 




M:\OU\5820\5820. 603\SEQUENCES.wpd 



<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocyt 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 22 
<211> 21 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer GSP-1R {Asnl) 



CTCCAAACAC GGATTAATTT C 



U4 
fl 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocyt 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 23 
<211> 21 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<400> Primer GSP-1F {Asnl) 



GAAATTAATC CGTGTTTGGA G 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 

<210> 24 

<211> 4576 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> HARE CDNA 



ATTCAATATA ATCTGGCGAA TGCAATTGAG GCTGCCGATG CCTACACAGT GTTTGCTCCA 60 

AACAACAATG CCATCGAGAA TTACATCAGG GAGAAGAAAG TCTTGTCTCT AGAGGAGGAC 120 

GTCCTCCGGT ATCATGTGGT CCTGGAGGAG AAACTCCTGA AGAATGACCT GCACAATGGC 180 

P^TGCATCGTG AGACCATGCT GGGTTTCTCC TATTTCCTTA GCTTCTTTCT CCATAATGAC 240 

/SjCAGCTCTATG TAAATGAGGC TCCAATAAAC TACACCAATG TAGCCACTGA TAAGGGAGTG 300 

SjATCCATGGCT TGGGAAAAGT TCTGGAAATT CAGAAGAACA GATGTGATAA TAATGACACT 360 

jSkCTATTATAC GAGGAAGATG TAGGACATGC TCCTCAGAGC TGACCTGCCC ATTCGGAACT 420 

pAAATCTCTAG GTAATGAGAA GAGGAGATGC ATCTATACCT CCTATTTCAT GGGAAGACGA 4 80 

[&CCCTGTTTA TTGGGTGCCA GCCAAAATGT GTGAGAACCG T CAT T AC GAG AGAATGCTGT 540 

iTpCCGGCTTCT TTGGCCCCCA ATGCCAGCCC TGTCCAGGGA ATGCCCAGAA TGTCTGCTTT 600 

gpGTAATGGCA TCTGTTTGGA TGGAGTGAAT GGCACAGGTG TGTGTGAGTG TGGGGAGGGC 660 

JTTCAGCGGCA CAGCCTGCGA GACCTGCACC GAGGGCAAGT ACGGCATCCA CTGTGACCAA 720 

HpCATGTTCTT GTGTCCATGG GAGATGCAAC CAAGGACCCT TGGGAGATGG CTCCTGTGAC 780 

JTGTGATGTTG GCTGGCGAGG AGTGCATTGT GACAATGCAA CCACAGAAGA CAACTGCAAT 840 

flgGGACATGCC ATACCAGCGC CAACTGCCTC ACCAACTCAG ATGGTACAGC TTCATGCAAG 900 

kfGTGCAGCAG GATTCCAAGG AAACGGGACC ATCTGCACAG CAATCAATGC CTGTGAGATC 960 

liGCAATGGAG GTTGCTCTGC CAAGGCTGAC TGTAAGAGAA CCACCCCAGG AAGGCGAGTG 1020 

LfGCACGTGCA AAGCAGGCTA CACGGGTGAT GGCATTGTGT GCCTGGAAAT CAACCCGTGT 1080 

TTGGAGAACC ATGGTGGCTG TGACAAGAAT GCGGAGTGCA CACAGACAGG ACCCAACCAG 1140 

GCTGCCTGTA ACTGTTTGCC AGCATACACT GGAGATGGAA AGGTCTGCAC ACTCATCAAT 1200 

GTCTGCTTAA CTAAAAATGG CGGCTGTAGT GAATTTGCCA TCTGCAACCA CACTGGGCAA 1260 

GTAGAAAGGA CTTGTACTTG CAAGCCAAAC TACATTGGAG ATGGATTTAC CTGCCGCGGC 1320 

AGCATTTATC AGGAGCTTCC CAAGAACCCG AAAACTTCCC AGTATTTCTT CCAGTTGCAG 1380 

GAGCATTTCG TGAAAGATCT GGTCGGCCCA GGCCCCTTCA CTGTTTTTGC ACCTTTATCT 1440 

GCAGCCTTTG ATGAGGAAGC TCGGGTTAAA GACTGGGACA AATACGGTTT AATGCCCCAG 1500 

GTTCTTCGGT ACCATGTGGT CGCCTGCCAC CAGCTGCTTC TGGAAAACCT GAAATTGATC 1560 

TCAAATGCTA CTTCCCTCCA AGGAGAGCCA ATAGTCATCT CCGTCTCTCA GAGCACGGTG 1620 

TATATAAACA ATAAGGCTAA GATCATATCC AGTGATATCA TCAGTACTAA TGGGATTGTT 1680 

CATATCATAG ACAAATTGCT ATCTCCCAAA AATTTGCTTA TCACTCCCAA AGACAACTCT 174 0 

GGAAGAATTC TGCAAAATCT TACGACTTTG GCAACAAACA ATGGCTACAT CAAATTTAGC 1800 

AACTTAATAC AGGACTCAGG TTTGCTGAGT GTCATCACCG ATCCCATCCA CACCCCAGTC 1860 

ACTCTCTTCT GGCCCACCGA CCAAGCCCTC CATGCCCTAC CTGCTGAACA ACAGGACTTC 1920 
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CTGTTCAACC AAGACAACAA GGACAAGCTG AAGGAGTATT TGAAGTTTCA TGTGATACGA 1980 

GATGCGAAGG TTTTAGCTGT GGATCTTCCC ACATCCACTG CCTGGAAGAC CCTGCAAGGT 2040 

TCAGAGCTGA GTGTGAAATG TGGAGCTGGC AGGGACATCG GTGACCTCTT TCTGAATGGC 2100 

CAAACCTGCA GAATTGTGCA GCGGGAGCTC TTGTTTGACC TGGGTGTGGC CTACGGCATT 2160 

GACTGTCTGC TGATTGATCC CACCCTGGGG GGCCGCTGTG ACACCTTTAC TACTTTCGAT 2220 

GCCTCGGGGG AGTGTGGGAG CTGTGTCAAT ACTCCCAGCT GCCCAAGGTG GAGTAAACCA 2280 

AAGGGTGTGA AGCAGAAGTG TCTCTACAAC CTGCCCTTCA AGAGGAACCT GGAAGGCTGC 2340 

CGGGAGCGGT GCAGCCTGGT GATACAGATC CCCAGGTGCT GCAAGGGCTA CTTCGGGCGA 2400 

GACTGTCAGG CCTGCCCTGG AGGACCAGAT GCCCCGTGTA ATAACCGGGG TGTCTGCCTT 2460 

GATCAGTACT CGGCCACCGG AGAGTGTAAA TGCAACACCG GCTTCAATGG GACGGCGTGT 2520 

GAGATGTGCT GGCCGGGGAG ATTTGGGCCT GATTGTCTGC CCTGTGGCTG CTCAGACCAC 2580 

GGACAGTGCG ATGATGGCAT CACGGGCTCC GGGCAGTGCC TCTGTGAAAC GGGGTGGACA 2640 

GGCCCCTCGT GTGACACTCA GGCAGTTTTG CCTGCAGTGT GTACGCCTCC TTGTTCTGCT 2700 

CATGCCACCT GTAAGGAGAA CAACACGTGT GAGTGTAACC TGGATTATGA AGGTGACGGA 2760 

ATCACATGCA CAGTTGTGGA TTTCTGCAAA CAGGACAACG GGGGCTGTGC AAAGGTGGCC 2820 

AGATGCTCCC AGAAGGGCAC GAAGGTCTCC TGCAGCTGCC AGAAGGGATA CAAAGGGGAC 2880 

GGGCACAGCT GCACAGAGAT AGACCCCTGT GCAGACGGCC TTAACGGAGG GTGTCACGAG 2 940 

CACGCCACCT GTAAGATGAC AGGCCCGGGC AAGCACAAGT GTGAGTGTAA AAGTCACTAT 3000 

GTCGGAGATG GGCTGAACTG TGAGCCGGAG CAGCTGCCCA TTGACCGCTG CTTACAGGAC 3060 

_AATGGGCAGT GCCATGCAGA CGCCAAATGT GTCGACCTCC ACTTCCAGGA TACCACTGTT 3120 

QGGGGTGTTCC ATCTACGCTC CCCACTGGGC CAGTATAAGC TGACCTTTGA CAAAGCCAGA 3180 

gGAGGCCTGTG CCAACGAAGC TGCGACCATG GCAACCTACA ACCAGCTCTC CTATGCCCAG 324 0 

^kAGGCCAAGT ACCACCTGTG CTCAGCAGGC TGGCTGGAGA CCGGGCGGGT TGCCTACCCC 3300 

+ACAGCCTTCG CCTCCCAGAA CTGTGGCTCT GGTGTGGTTG GGATAGTGGA CTATGGACCT 33 60 

? JkGACCCAACA AGAGTGAAAT GTGGGATGTC TTCTGCTATC GGATGAAAGA TGTGAACTGC 3420 

J^CCTGCAAGG TGGGCTATGT GGGAGATGGC TTCTCATGCA GTGGGAACCT GCTGCAGGTC 3480 

g:TGATGTCCT TCCCCTCACT CACAAACTTC CTGACGGAAG TGCTGGCCTA TTCCAACAGC 3540 

MrCAGCTCGAG GCCGTGCATT TCTAGAACAC CTGACTGACC TGTCCATCCG CGGCACCCTC 3600 

ifTTGTGCCAC AGAACAGTGG GCTGGGGGAG AATGAGACCT TGTCTGGGCG GGACATCGAG 3660 

ifcACCACCTCG CCAATGTCAG CATGTTTTTC TACAATGACC TTGTCAATGG CACCACCCTG 3720 

felAAACGAGGC TGGGAAGCAA GCTGCTCATC ACTGCCAGCC AGGACCCACT CCAACCGACG 3780 

fj&AGACCAGGT TTGTTGATGG AAGAGCCATT CTGCAGTGGG ACATCTTTGC CTCCAATGGG 384 0 

p|tcattcatg TCATTTCCAG GCCTTTAAAA GCACCCCCTG CCCCCGTGAC CTTGACCCAC 3900 

{JCTGGCTTGG GAGCAGGGAT CTTCTTTGCC ATCATCCTGG TGACTGGGGC TGTTGCCTTG 3960 

HjCTGCTTACT CCTACTTTCG GATAAACCGG AGAACAATCG GCTTCCAGCA TTTTGAGTCG 4020 

GAAGAGGACA TTAATGTTGC AGCTCTTGGC AAGCAGCAGC CTGAGAATAT CTCGAACCCC 4080 

TTGTATGAGA GCACAACCTC AGCTCCCCCA GAACCTTCCT ACGACCCCTT CACGGACTCT 4140 

GAAGAACGGC AGCTTGAGGG CAATGACCCC TTGAGGACAC TGTGAGGGCC TGGACGGGAG 4200 

ATGCCAGCCA TCACTCACTG CCACCTGGGC CATCAACTGT GAATTCTCAG CACCAGTTGC 4260 

CTTTTAGGAA CGTAAAGTCC TTTAAGCACT CAGAAGCCAT ACCTCATCTC TCTGGCTGAT 4320 

CTGGGGGTTG TTTCTGTGGG TGAGAGATGT GTTGCTGTGC CCACCCAGTA CAGCTTCCTC 4380 

CTCTGACCCT TTGGCTCTTC TTCCTTTGTA CTCTTCAGCT GGCACCTGCT CCATTCTGCC 4440 

CTACATGATG GGTAACTGTG ATCTTTCTTC CCTGTTAGAT TGTAAGCCTC CGTCTTTGTA 4 500 

TCCCAGCCCC TAGCCCAGTG CCTGACACAG GAACTGTGCA CAATAAAGGT TTATGGAACA 4 560 

GAAACAAAGT CAACAG 457 6 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 25 
<2H> 1394 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE amino acid sequence 



Iso Gin Tyr Asn Leu Ala Asn Ala Iso Glu Ala Ala Asp Ala Tyr Thr Val Phe Ala 



«1 








5 










10 










15 










1&0 


Asn 


Asn 


Asn 


Ala 


Iso 
25 


Glu 


Asn 


Tyr 


Iso 


Arg 
30 


Glu 


Lys 


Lys 


Val 


Leu 
35 


Ser 


Leu 


Glu 




Asp 
40 


Val 


Leu 


Arg 


Tyr 


His 
45 


Val 


Val 


Leu 


Glu 


Glu 
50 


Lys 


Leu 


Leu 


Lys 


Asn 
55 


Asp 


Leu 


Has 

.pSiS. 


Asn 


Gly Met 
60 


His 


Arg 


Glu 


Thr 
65 


Met 


Leu 


Gly 


Phe 


Ser 
70 


Tyr 


Phe 


Leu 


Ser 


Phe 
75 


Phe 


fCteu 

1 


His 


Asn 


Asp 
80 


Gin 


Leu 


Tyr 


Val 


Asn 
85 


Glu 


Ala 


Pro 


Iso 


Asn 
90 


Tyr 


Thr 


Asn 


Val 


Ala 
95 


o 

jShr 


Asp 


Lys 


Gly 


Val 
100 


Iso 


His 


Gly 


Leu 


Gly 
105 


Lys 


Val 


Leu 


Glu 


Iso 
110 


Gin 


Lys 


Asn 


Arg 


Cys 
115 


Asp 


Asn 


Asn 


Asp 


Thr 
120 


Thr 


Iso 


Iso 


Arg 


Gly Arg 
125 


Cys 


Arg 


Thr 


Cys 
130 


Ser 


Ser 


Glu 


Leu 


Thr 
135 


Cys 


Pro 


Phe 


Gly 


Thr 
140 


Lys 


Ser 


Leu 


Gly Asn 
145 


Glu 


Lys 


Arg 


Arg 


Cys 
150 


Iso 


Tyr 


Thr 


Ser 


Tyr 
155 


Phe 


Met 


Gly 


Arg 


Arg 
160 


Thr 


Leu 


Phe 


Iso 


Gly 
165 


Cys 


Gin 


Pro 


Lys 


Cys 
170 


Val 


Arg 


Thr 


Val 


Iso 
175 


Thr 


Arg 


Glu 


Cys 


Cys 
180 


Ala 


Gly 


Phe 


Phe 


Gly 
185 


Pro 


Gin 


Cys 


Gin 


Pro 
190 
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Cys Pro Gly Asn Ala Gin Asn Val Cys Phe Gly Asn Gly Iso Cys Leu Asp Gly Val 

195 200 205 

Asn Gly Thr Gly Val Cys Glu Cys Gly Glu Gly Phe Ser Gly Thr Ala Cys Glu Thr 
210 215 220 225 

Cys Thr Glu Gly Lys Tyr Gly Iso His Cys Asp Gin Ala Cys Ser Cys Val His Glv 
230 235 240 245 

Arg Cys Asn Gin Gly Pro Leu Gly Asp Gly Ser Cys Asp Cys Asp Val Gly Trp Arg 
250 255 260 265 

Gly Val His Cys Asp Asn Ala Thr Thr Glu Asp Asn Cys Asn Gly Thr Cys His Thr 
270 275 280 285 

Ser Ala Asn Cys Leu Thr Asn Ser Asp Gly Thr Ala Ser Cys Lys Cys Ala Ala Gly 

290 295 300 

9>he Gin Gly Asn Gly Thr Iso Cys Thr Ala Iso Asn Ala Cys Glu Iso Ser Asn Gly 

W 05 310 315 320 

fey Cys Ser Ala Lys Ala Asp Cys Lys Arg Thr Thr Pro Gly Arg Arg Val Cys Thr 
325 330 335 340 

fjys Lys Ala Gly Tyr Thr Gly Asp Gly Iso Val Cys Leu Glu Iso Asn Pro Cys Leu 
345 350 355 360 

*plu Asn His Gly Gly Cys Asp Lys Asn Ala Glu Cys Thr Gin Thr Gly Pro Asn Gin 
■fy 365 370 375 380 

| jTjj 

^la Ala Cys Asn Cys Leu Pro Ala Tyr Thr Gly Asp Gly Lys Val Cys Thr Leu Iso 
C 385 390 395 

Asn Val Cys Leu Thr Lys Asn Gly Gly Cys Ser Glu Phe Ala Iso Cys Asn His Thr 
400 405 410 415 

Gly Gin Val Glu Arg Thr Cys Thr Cys Lys Pro Asn Tyr Iso Gly Asp Gly Phe Thr 
420 425 430 435 

Cys Arg Gly Ser Iso Tyr Gin Glu Leu Pro Lys Asn Pro Lys Thr Ser Gin Tyr Phe 
440 445 450 455 

Phe Gin Leu Gin Glu His Phe Val Lys Asp Leu Val Gly Pro Gly Pro Phe Thr Val 
460 465 470 475 

Phe Ala. Pro Leu Ser Ala Ala Phe Asp Glu Glu Ala Arg Val Lys Asp Trp Asp Lys 

480 485 490 
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Tyr Gly Leu Met 
495 

Leu Glu Asn Leu 
515 

Iso Ser Val Ser 

535 

Asp Iso Iso Ser 
555 

Asn Leu Leu Iso 



Leu Ala Thr Asn 
590 

Leu Ser Val Iso 

0 610 

ggln Ala Leu His 
S 630 



Pro Gin Val Leu Arg Tyr His Val Val 
500 505 

Lys Leu Iso Ser Asn Ala Thr Ser Leu 
520 525 

Gin Ser Thr Val Tyr Iso Asn Asn Lys 
540 545 

Thr Asn Gly Iso Val His Iso Iso Asp 

560 

Thr Pro Lys Asp Asn Ser Gly Arg Iso 

575 580 

Asn Gly Tyr Iso Lys Phe Ser Asn Leu 
595 600 



Ala Cys His 
510 

Gin Gly Glu 
Ala Lys Iso 



Lys Leu Leu 
5 65 

Leu Gin Asn 

585 

Iso Gin Asp 
605 



Thr Asp Pro Iso His Thr Pro Val Thr Leu Phe Trp 
615 620 



Gin Leu Leu 



Pro Iso Val 
530 

Iso Ser Ser 
550 

Ser Pro Lys 
570 

Leu Thr Thr 



Ser Gly Leu 



Pro Thr Asp 
625 



Ala Leu Pro Ala Glu Gin Gin Asp Phe Leu Phe 
635 640 



^ys Asp Lys Leu Lys Glu Tyr Leu Lys Phe His Val Iso 
650 655 

-Ala Val Asp Leu 



§ a S 



Pro Thr Ser Thr Ala Trp Lys Thr Leu 
670 675 



Arg Asp 
660 

Gin Gly 
680 



Asn Gin Asp Asn 
645 

Ala Lys Val Leu 
665 

Ser Glu Leu Ser 



IWal Lys Cys Gly 

o 

r&rg Iso Val Gin 
705 

Leu Leu Iso Asp 
725 

Ser Gly Glu Cys 
745 



Ala Gly Arg Asp Iso Gly Asp Leu Phe Leu Asn 
690 695 

Arg Glu Leu Leu Phe Asp Leu Gly Val Ala Tyr 
710 715 

Pro Thr Leu Gly Gly Arg Cys Asp Thr Phe Thr 
730 735 



Gly Ser Cys Val Asn Thr Pro Ser Cys 

750 



Lys Gly Val Lys Gin Lys Cys Leu Tyr Asn Leu Pro Phe 

765 770 



Pro Arg 
755 

Lys Arg 

775 



Gly Gin Thr Cys 
700 

Gly Iso Asp Cys 
720 

Thr Phe Asp Ala 
740 

Trp Ser Lys Pro 
760 

Asn Leu Glu Gly 



Cys Arg Glu Arg 
780 



Cys Ser Leu Val Iso Gin Iso Pro Arg 
785 790 



Cys Cys Lys Gly Tyr Phe 
795 
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Gly Arg Asp Cys Gin Ala Cys Pro Gly Gly Pro Asp Ala Pro Cys Asn Asn Arg Gly 
800 805 810 815 

Val Cys Leu Asp Gin Tyr Ser Ala Thr Gly Glu Cys Lys Cys Asn Thr Gly Phe Asn 

820 825 830 835 

Gly Thr Ala Cys Glu Met Cys Trp Pro Gly Arg Phe Gly Pro Asp Cys Leu Pro Cys 
84 0 845 850 855 

Gly Cys Ser Asp His Gly Gin Cys Asp Asp Gly Iso Thr Gly Ser Gly Gin Cys Leu 

860 865 870 

Cys Glu Thr Gly Trp Thr Gly Pro Ser Cys Asp Thr Gin Ala Val Leu Pro Ala Val 
875 880 885 890 

Cys Thr Pro Pro Cys Ser Ala His Ala Thr Cys Lys Glu Asn Asn Thr Cys Glu Cys 
895 900 905 910 

Asn Leu Asp Tyr Glu Gly Asp Gly Iso Thr Cys Thr Val Val Asp Phe Cys Lys Gin 

O 915 920 925 930 

iXksp Asn Gly Gly Cys Ala Lys Val Ala Arg Cys Ser Gin Lys Gly Thr Lys Val S 
± 935 940 945 



er 
950 



ji:ys Ser Cys Gin Lys Gly Tyr Lys Gly Asp Gly His Ser Cys Thr Glu Iso Asp Pro 

955 960 965 



m 



Ifys Ala Asp Gly Leu Asn Gly Gly Cys His Glu His Ala Thr Cys Lys Met Thr Glv 
if '0 975 980 985 

?|ro Gly Lys His Lys Cys Glu Cys Lys Ser His Tyr Val Gly Asp Gly Leu Asn Cys 
q 990 995 1000 1005 

nSlu Pro Glu Gin Leu Pro Iso Asp Arg Cys Leu Gin Asp Asn Gly Gin Cys His Ala 
1010 1015 1020 1025 

Asp Ala Lys Cys Val Asp Leu His Phe Gin Asp Thr Thr Val Gly Val Phe His Leu 
1030 1035 1040 1045 

Arg Ser Pro Leu Gly Gin Tyr Lys Leu Thr Phe Asp Lys Ala Arg Glu Ala Cys Ala 

1050 1055 1060 

Asn Glu Ala Ala Thr Met Ala Thr Tyr Asn Gin Leu Ser Tyr Ala Gin Lys Ala Lys 
1065 1070 1075 1080 

Tyr His Leu Cys Ser Ala Gly Trp Leu Glu Thr Gly Arg Val Ala Tyr Pro Thr Ala 
1085 1090 1095 1100 
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Phe Ala Ser Gin Asn Cys Gly Ser Gly Val Val Gly Iso Val Asp Tyr Gly Pro Arg 
1105 1110 1115 1120 



Pro Asn Lys Ser Glu Met Trp Asp Val Phe Cys Tyr Arg Met Lys Asp Val Asn Cys 
1125 1130 1135 1140 

Thr Cys Lys Val Gly Tyr Val Gly Asp Gly Phe Ser Cys Ser Gly Asn Leu Leu Gin 

1145 1150 1155 

Val Leu Met Ser Phe Pro Ser Leu Thr Asn Phe Leu Thr Glu Val Leu Ala Tyr Ser 
1160 1165 1170 1175 

Asn Ser Ser Ala Arg Gly Arg Ala Phe Leu Glu His Leu Thr Asp Leu Ser Iso Arg 
1180 1185 1190 1195 

Gly Thr Leu Phe Val Pro Gin Asn Ser Gly Leu Gly Glu Asn Glu Thr Leu Ser Gly 
1200 1205 1210 1215 

Arg Asp Iso Glu His His Leu Ala Asn Val Ser Met Phe Phe Tyr Asn Asp Leu Val 
1220 1225 1230 1235 

flUn Gly Thr Thr Leu Gin Thr Arg Leu Gly Ser Lys Leu Leu Iso Thr Ala Ser Gin 
^ 1240 1245 1250 

5 lisp Pro Leu Gin Pro Thr Glu Thr Arg Phe Val Asp Gly Arg Ala Iso Leu Gin Trp 
j|255 1260 1265 1270 

Si Asp Iso Phe Ala Ser Asn Gly Iso Iso His Val Iso Ser Arg Pro Leu Lys Ala Pro 
U 1275 1280 1285 1290 

j^ro Ala Pro Val Thr Leu Thr His Thr Gly Leu Gly Ala Gly Iso Phe Phe Ala Iso 
;| 1295 1300 1305 1310 

Hso Leu Val Thr Gly Ala Val Ala Leu Ala Ala Tyr Ser Tyr Phe Arg Iso Asn Arg 
^ 1315 1320 1325 1330 

Arg Thr Iso Gly Phe Gin His Phe Glu Ser Glu Glu Asp Iso Asn Val Ala Ala Leu 

1335 1340 1345 

Gly Lys Gin Gin Pro Glu Asn Iso Ser Asn Pro Leu Tyr Glu Ser Thr Thr Ser Ala 
1350 1355 1360 1365 

Pro Pro Glu Pro Ser Tyr Asp Pro Phe Thr Asp Ser Glu Glu Arg Gin Leu Glu Gly 
1370 1375 1380 1385 

Asn Asp Pro Leu Arg Thr Leu 
- 1390 1394 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 

<210> 26 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer BAB3F 



CATGAGGAAGC TCGGGTTAAA G 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 27 
<211> 18 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE N-terminal peptide (major) 



l$er Leu Pro Ser Leu Leu Thr Arg Leu Glu Gin Met Pro Asp Tyr Ser Iso Phe 
m 5 10 15 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 28 
<211> 17 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<400> HARE N-terminal peptide (minor) 



Ckxx Xxx Val Iso His Gly Leu Glu Lys Val Xxx Xxx Iso Gin Lys Asn Arg 

#- .5 10 15 

IKS M 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 29 
<211> 24 
<212> DNA 

<213> Homo sapiens 
<220> 

<400> Primer BAB4R 



CEATGTAGCCA TTGTTTGTTG CCAA 24 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 

<210> 30 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer BAB6F 



2§\GACGCCAAA TGTGTCGACC TCCA 24 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 31 
<211> 24 
<212> DNA 

<213> Homo sapiens 
<220> 

<400> Primer BAB7R 



5AATAGGCCA GCACTTCCGT CAGG 



24 




Ul 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 

<210> 32 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer BAB10R 



^GTGAGGCAG TTGGCGCTGG TATG 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocyt 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 33 
<211> 24 
<212> DNA 

<213> Homo sapiens 
<220> 

<400> Primer HSP2F 



NSAGCTGACCT GCCCATTCGG AACT 



P 
8 - L 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 

<210> 34 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer BAB10F 



EP-TACCAGCG CCAACTGCCT CACC 




r a 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 

<210> 35 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer HSP3R 



if€TTTAACCCG AGCTTCCTCA T 21 



few 

La 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 

<210> 36 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer BAB9F 



fCAAGTACGGC ATCCACTGTG ACCA 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 

<210> 38 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer 5F 



CSGCTACTTCG GGCGAGACTG TCAG 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 

<210> 39 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<400> Primer 5R 



jfTGACAGTCT CGCCCGAAGT AGCC 24 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 40 
<211> 21 
<212> DNA 

<213> Homo sapiens 
<220> 

<400> Primer 8F 



Jptgtactctt CAGCTGGCAC C 

asas: 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 41 
<211> 5 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1822 



Sxx Ser Lys Pro Lys 
CEL 5 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 42 
<211> 5 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1823 



%eu Thr Phe Asp Lys 
I 5 



5 s I 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 43 
<211> 9 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1825-lst 



M$ly Ser Iso Tyr Gin Glu Leu Pro Lys 
S 5 
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193 



<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 44 
<211> 13 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PRl825-2nd 



f€ly Thr Leu Phe Val Pro Gin Asn Ser Gly Leu Gly Glu 
3 5 10 



Li 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 45 
<211> 23 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1826 



Q\sp Leu Val Gly Pro Gly Pro Phe Thr Val Phe Ala Pro Leu Ser Ala Ala Phe Asp 
m. 5 10 15 

miu Glu Ala Arg 

mo 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 46 
<211> 9 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> PR1869 - 1st 



■^jplu Leu Thr Ser Pro Phe Gly Thr Lys 
ML ' 5 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 47 
<211> 6 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1869 - 2nd 



^Met Pro Gin Val Leu Arg 

fa ' 5 



hi 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 48 
<211> 7 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1870 



CSer Pro Leu Gly Gin Tyr Lys 
5 5 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 49 
<211> 6 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1871 - 1st 
n 

Plal Leu Glu Iso Gin Lys 
*HL 5 

.ru 
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<110> Weigel et al . 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 50 
<211> 7 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE peptide PR1872 



4fa.l Iso His Gly Leu Gly Lys 
1 5 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 51 
<211> 6 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE tryptic peptide 



i|jys Gly Tyr Phe Gly Arg 

a 5 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 52 
<211> 6 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE tryptic peptide 



fiLys Phe His Val Iso Arg 
5 5 



1=1 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 53 
<211> 8 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE tryptic peptide 



#,rg Ser Pro Leu Gly Gin Tyr Lys 

01 5 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 54 
<211> 10 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE tryptic peptide 



Srg Gly Ser Iso Tyr Gin Glu Leu Pro Lys 
5} 5 10 




M: \OU\5820\5820. 603\SEQUENCES . wpd 



<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 55 
<211> 11 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE tryptic peptide 



#ys Thr Leu Gin Gly Ser Glu Leu Ser Val Lys 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 ^Software* 
<210> 56 
<211> 15 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE tryptic peptide 



%flrg Ser Pro Leu Gly Gin Tyr Lys Leu Thr Phe Asp Lys Ala Arg 
II 5 10 15 
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<110> Weigel et al. 

<120> Identification of Hyaluronan Receptor for Endocytosis 

<130> 5820.603 

<140> Not Yet Assigned 

<141> Herewith 

<160> 57 

<170> WordPerfect 8.0 *Software* 
<210> 57 
<211> 10 
<212> PRT 

<213> Homo sapiens 
<220> 

<400> HARE tryptic peptide 



f&ys Tyr Gly Leu Met Pro Gin Val Leu Arg 
1-5 10 
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